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Recombinant search algorithm 
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The contact map shows residues that are distant (black) and 
residues that are close (white). If a given segment, ■■— — ■ 
folds an above average number of residues into a given sphere 
size, then it is compact. 
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X O O x 

is accepted )s rejected, 

because the because the 

fragment is > 15 fragment does not 

residues and fits fit into the sphere 

into, the sphere 

(1) Pick a sphere size (21 angstroms, like Go-Gilbert) ancf a disruption 
threshold; (2) Scan protein using segments at least the average number of 
residues for that sphere size or greater (e.g., >1 5 for 21 angstrom sphere); 
3) Check the disruption of all the compact fragments identified in step 2. If 
the fragment has a disruption above a threshold value, keep it; otherwise, 
throw it out; 4) If the compact unit is disruptive, increment the Schema 
disruption measure for ail of the residues in the fragment by one. This 
indicates that crossovers within the fragment are disfavored. 
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